North American spiny lizards (Sceloporus) include approximately 80 morphologically and ecologically diverse species (Wiens & Reeder 1997 ). Yarrow's spiny lizard, a member of the large-bodied S. torquatus group, exhibits considerable genetic and chromatic variation (Wiens et al. 1999) . In the northernmost extent of its range in southern Arizona and New Mexico, S. jarrovii inhabits an archipelago of montane 'sky-islands' surrounded by arid lowlands, providing an ideal situation for studies of population differentiation. This species has also become a model system for studies of mating systems, population biology, and demography (e.g. Ballinger 1979; Middendorf 1984) ; therefore, highly variable molecular markers will be valuable tools for studies of population biology and differentiation in this species. An enriched genomic library was prepared according to Kijas et al. (1994) . Genomic DNA was isolated from one individual (Pinaleño Mountains, Graham Co., Arizona) digested with Sau3A1, and size-selected (300 -1000 base pairs) by excision from an agarose gel. Fragments were cloned into a M13mp18 RF DNA vector (Gibco BRL) digested with BamH1. Universal forward and reverse M13 primers were used in asymmetrical polymerase chain reactions (PCR). We isolated single-stranded microsatellite sequences with a biotynilated oligonucleotide (CA)n probe bound to streptavidin-coated magnetic beads (Dynal, Inc.). These were cloned into a second vector using the pCR®II-TA kit (Invitrogen Corporation). Positive clones were amplified with vector-specific primers (Sp6 and T7) and sequenced directly with dRhodamine dyeterminator components on an ABI 377™ (PE Biosystems). Primers flanking microsatellites were designed for 15 clones containing suitable repeats (Table 1) .
Genomic DNA was isolated via standard lysis buffer/ Proteinase K digestion and phenol-chloroform extraction (Sambrook et al. 1989) . Microsatellite PCRs were performed in 10 µL containing 100 ng DNA, 0.25 pmoles of each primer, 300 µm dNTPs, 0.1 m Tris-HCL pH 8.3, 0.5 m KCL, 1.0 -2.5 mm MgCl 2 and 0.25 U AmpliTaq Gold® Polymerase (PE Biosystems) using a PTC-100 MJ Research thermal cycler. Reaction conditions were as follows: 1 × 95 °C, 10 min; 35 × 95 °C, 30 s, annealing at 47-61 °C, 30 s, 72 °C, 45 s; 1 × 72 °C, 30 min. Loci were amplified with fluorescent dye-labelled forward primers for visualization on an ABI 377™. Genescan-350 TAMRA was used for fragment sizing.
We genotyped 42 individuals from the Chiricahua and Huachuca Mountains, Cochise Co., Arizona (Table 2) . Thirteen microsatellites amplified reliably and nine were polymorphic. Alleles at each locus ranged from 6-15. The values of F ST estimated from these markers were significant (P < 0.001) for Microsatellite markers for the deer mouse Peromyscus maniculatus
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